Seedless mutant 'Wuzi Ougan' (Citrus suavissima Hort. ex Tanaka 'seedless') and the wild type were compared by iTRAQbased quantitative proteomics and integratedly analyzed with transcriptome to improve understanding of male sterility 
Background
China has an abundance of citrus resources and many cultivars derived from bud mutation [1] . Compared with other breeding methods, such as hybrid breeding, radiation-induced mutation breeding, and transgenic breeding, the advantages of bud mutation are the short breeding cycle and the fast breeding speed [2] . Therefore, genetic engineering has been applied to improve the quality of citrus cultivars by manipulating the molecular mechanism behind bud mutation. Mechanisms of bud mutation research have been focused on DNA methylation [3] , retrotransposon insertion [4, 5] , and on the structural and expressional difference of referred genes [6] .
'Wuzi Ougan' (Citrus suavissima 'seedless' , mutant type, MT), a bud variant of 'Ougan' (Citrus suavissima, wild type, WT) ( Fig. 1) , has almost of the same excellent characteristics as WT except of seedlessness. Seedlessness is an important commercial feature for fresh and processed fruit in the citrus industry. Previously studies showed that male sterility was an important reason for seedlessness in 'Wuzi Ougan' [7, 8] . Failure staining on mature pollen by both KI-I 2 and FDA suggested the pollen abortion [7] . Further observation by transmission electron microscopy (TEM) found that empty pollen grains were revealed during pollen maturation [7, 8] . In addition, microspore mother cells were found to be abnormal at the tetrad stage by scanning electron microscopy (SEM) [8] and suggested that the problem led to male sterility might occur at meiosis or earlier. Follow the observations, CsRad51, which was the gene in charge of double strand break (DSB) formation and DNA damage repair, was detected overexpression by qRT-PCR during microsporocytes to meiosis stage of anthers in MT when compared with WT [9] . Lacking of DSBs was reported to be involved in failure to synapsis [10, 11] . However, both excess of DSBs and AtRad51 expression could be induced by radiation [12] .
Male Sterility induced by genes (nuclear and cytoplasmic) mutation is genetic and widely documented in higher plants [13] . In general, male sterility is characterized by failure of pollen grain development or function, and is either controlled by nuclear genes alone (genic male sterility) or regulated by the complementary action of nuclear and cytoplasmic genes (genetic-cytoplasmic male sterility) [13] . In citrus, male sterility occurred naturally in bud sports [7, 8, 14, 15] or synthesized artificially by somatic protoplast fusion [16] [17] [18] [19] [20] [21] [22] . Those mutations and hybrids/cybrids exhibited usually failures of stamen development [23, 24] and some were evaluated by focusing on anther development [7, 8, 25, 26] . In addition to those with genic male sterility, some citrus cultivars with genetic-cytoplasmic male sterility exhibited the incidence of aborted anther of hybrid seedlings fits the segregation criterion controlled by major genes [25, 27] . Therefore, both male sterile types, those are conditioned by genes from either nuclear or nuclear organelle (eg. mutations of mitochondrial genes), could be characterized by genetically expression on RNA and protein level. In addition to sophisticated cell fusion, cross hybridization is attractively alternative and facilitated approach on introducing male sterility in seedless breeding of citrus.
In this connection, exploring efforts for improve understanding of post-transcriptional and -translational profiles have increased in citrus. Recently, vast of metabolic pathways and biological processes, as well as included genes and proteins, were reported in male sterility cultivars or lines [22, [28] [29] [30] [31] [32] [33] . Among those mentioned in reports, genes or proteins have been focusing on the phenylpropanoid metabolism pathways. Phenylpropanoids metabolism is comprehensive network and includes several pathways and key enzymes. PAL (Phenylalanine ammonia-lyase) catalyzes the first step in the biosynthesis of the phenylpropanoid skeleton. PAL is documented to express predominantly in anthers [34] [35] [36] and induce sterile pollen when reduce the activity [37] . Flavonoids biosynthesis is leading pathway located in phenylpropanoids metabolism. CHS (chalcone synthase) and CHI (chalcone isomerase) are rate-limiting enzymes and involved in male sterility when their expression were down-regulated [38] [39] [40] . Lignin biosynthesis is the last steps in phenylpropanoids network. CCR and CAD are essential for the monolignol pathway and confirmed by triple mutant of ccc exhibiting male sterility and severe dwarf phenotype [41] .
Integrative analysis has become an important method to deeply explore the origin of the phenomenon. It has been applied to studying the mechanisms of fruit ripening [42] , analyzing the regulatory roles of transcription factors [43] , and comparing different breeds [44] . In the present study, proteome profiling and integrative analysis combined with the use of previous transcriptome data obtained by RNA-Seq were performed to identify the candidate pathways and genes related to male sterility in 'Wuzi Ougan'. A focus was placed on a pathway that potentially plays a leading role in male sterility in 'Wuzi Ougan' , namely, phenylpropanoid metabolism.
The obtained results should improve our understanding of male sterility in citrus.
Methods
Sample preparation and data source 'Wuzi Ougan' (Citrus suavissima Hort. ex Tanaka 'seedless') and its wild type were planted at Jin Chao Gang farm, Wenzhou, Zhejiang, China. The materials used for iTRAQ analysis were collected from three stages (S1, S2, S3) according to the length of floral bud [9] : Stage 1 (the flower bud of the sporogonium, 1.2 mm < floral bud length < 1.6 mm), Stage 2 (the anther of the early microsporocyte, 2.0 mm < floral bud length < 2.4 mm) and Stage 3 (the anther of microsporocyte to meiosis, 2.4 mm < floral bud length < 2.8 mm). The flower buds were too small to form anthers and we collected the flower bud in Stage 1. Three independent technical replicates were set in each stage. The materials of qRT-PCR were collected from four stages according to the length of floral bud: I (the early microsporocyte, 2.0 mm < floral bud length < 2.4 mm), II (the microsporocyte to meiosis, 2.4 mm < floral bud length < 2.8 mm), III (the Tetrad, 2.8 mm < floral bud length < 3.1 mm) and IV (the pollen maturation, 6.5 mm < floral bud length < 7.1 mm). Anthers at microsporocytes were collected from 'Wuzi Ougan' and its wild type respectively for RNA-Seq. Raw sequencing reads obtained by transcriptomic sequencing were deposited in the Sequence Read Archive (SRA) database in NCBI under the accession number of PRJNA430695 (https://www.ncbi.nlm.nih.gov/bioproject/ ?term=PRJNA430695).
Protein extraction, iTRAQ labeled and LC-MS/MS
TCA-acetone method as an important method was selected to extract protein [45] . The method of FASP Digestion according to universal sample preparation method for proteome analysis [46] . iTRAQ labeled peptides were fractionated by SCX chromatography using the AKTA Purifier system (GE Healthcare) [47] [48] [49] [50] . LC-MS/MS analysis was performed on a Q Exactive mass spectrometer (Thermo Scientific) that was coupled to Easy nLC (Proxeon Biosystems, now Thermo Fisher Scientific) for 60 min. The mass spectrometer was operated in positive ion mode. MS/MS spectra were searched Table. 1.
Data analysis
The protein sequences of differentially expressed proteins were in batches retrieved from UniProtKB database in FASTA format. The retrieved sequences were locally searched against SwissProt database Citrus clementina (https://phytozome.jgi.doe.gov/pz/portal.html#!info?alias=Org_Cclementina) to search homologue sequences from which the functional annotation can be transferred to the studied sequences. The final iTRAQ ratios of proteins were then normalized by the median average protein ratio of the equal mix of different labeled samples [28] . In this work, each sequence was retrieved and loaded into Blast2GO (Version 3.3.5) for GO mapping and annotation. The FASTA protein sequences of differentially changed proteins were blasted against the online Kyoto Encyclopedia of Genes and Genomes (KEGG) database (http://geneontology.org/) to retrieve their KOs and were subsequently mapped to pathways in KEGG.
Quantitative real-time PCR (qRT-PCR) analysis
Eighteen DEPs selected from iTRAQ results were analyzed by using qRT-PCR. Total RNA was extracted from anther of 'Ougan' and 'Wuzi Ougan' in four stages (I, II, III, IV). The primers were designed by the GenScript Real-time PCR (TaqMan) Primer Design Center (https:// www.genscript.com) ( Table. 2). The Actin gene GU911361 as a reference was used to calculate the relative fold-differences based on comparative cycle threshold (2 -ΔΔCt ) values [51] .
Results

The iTRAQ analysis
Proteins play a role in most cellular functions and processes, and proteomics offers a direct and integrated perspective on cellular processes and networks. Thus, proteomic analysis of the anthers of MT and WT was performed using iTRAQ to explain CMS. Three developmental stages (the sporogonium, the early microsporocyte, the microsporocyte to meiosis) were analyzed in technical replicates. More than 380,000 mass spectra were collected from each replicate in this study. By performing data filtering to eliminate low-scoring spectra, 25,108, 24,243, and 24,238 unique peptides were collected from the three replicates (Table 3) . A total of 4297 proteins (70%) were identified in each replicate simultaneously. Only 1058 proteins uniquely present in one replicate among the confirmed proteins (Fig. 2a) . Most proteins were mapped with at least two unique peptides in this study (Fig. 2b) , which indicated the high reliability of our data. In the study, the presence of a lot of proteins with unknown function identified revealed the complex nature of the regulatory network involved in development. Based on iTRAQ quantitative proteomics, we confirmed 6201 high-confidence proteins, 487 of which were DEPs (1.2-fold change, p-value < 0.05) in one or more stages (Additional file 1: Table S1 ). There were 126, 340, and 83 differentially expressed proteins in S1, S2, and S3 between MT and WT, respectively (Additional file 2: Table S2 ). Among the DEPs, only 3 proteins were shared by three stages, 56 proteins were shared by two stages, while only 79, 286, and 63 proteins had differential expression profiles in S1, S2, and S3, respectively (Fig. 3a ). There were 90, 227, and 28 proteins up-regulated in MT in S1, S2, and S3, and 36, 113, and 55 proteins up-regulated in WT in S1, S2, and S3, respectively ( Fig. 3b-d ).
COG and clusters of DEPs
To obtain a deeper understanding of the functions of the DEPs, a cluster of orthologous groups of proteins (COG) analysis was performed. As shown in Fig. 4 , for more than half of the DEPs, which didn't have COG or they belonged to the category with unknown function. A total of 181 DEPs were mainly classified into the categories of carbohydrate transport and metabolism; translation; ribosomal structure, and biogenesis; transcription; post-translational modification, protein turnover, and chaperones; secondary metabolite biosynthesis, transport, and catabolism; general function prediction only and signal transduction mechanisms, accounting for 14, 22, 15, 17, 16, 57, and 12 proteins, respectively. In addition, COG functions were largely enriched in the categories of translation, ribosomal structure, and biogenesis; transcription. Therefore, we consider that male sterility in MT may be influenced by genetic information processing, which might be related to abnormal meiosis. The analysis of these DEPs should improve our understanding of the mechanism behind male sterility in MT.
Protein expression during the stages of anther development was quantitatively analyzed in two strains. A total of 487 significantly differentially expressed proteins were identified and analyzed using the criteria of 1.2-fold change and a p-value < 0.05 (Fig. 5a ). To obtain a deep understanding of the major trends of DEPs, we used a K-means method with a Euclidean distance metric using the software MultiExperiment Viewer. The DEPs were divided into 12 clusters (Fig. 5b ). Among these DEP clusters, cluster 1 was particularly up-regulated at stage 1 and subsequently down-regulated. Clusters 2-6 showed the similar patterns, which were significantly up-regulated and reached their peak levels at stage 2. In clusters 2 and 3, DEPs were down-regulated at stage 3. A variety of DEPs in clusters 8-10 were significantly down-regulated in stages 1 and 2. Compared with cluster 10, cluster 12 showed the completely opposite trend.
GO and KEGG analyses
Gene Ontology (GO), an international standardized protein functional classification system, is a significant tool to classify the functions of a lot of proteins. GO analysis has been widely applied to predict the functions of proteins in many organisms. The GO database is composed of three ontologies: molecular function (MF), cellular component (CC), and biological process (BP).
In this study, among the proteins within the category of biological process found to be differentially expressed in 'metabolic process' and 'cellular metabolic process' , indicating that these proteins might intensively take part in assimilation and/or dissimilation involved in pollen development. In cellular components, 'cell' and 'cell part' were the predominant components of the category. Regarding the molecular function category, the main enriched subcategories were 'catalytic activity' and 'binding' in the key period of floral bud development (Additional file 3 Table S3 ).
KEGG, a major biological process database, contains seven categories: metabolism, genetic information processing, environmental information processing, cell process, biological system, human diseases, and drug development. To further reveal the metabolic pathways of MT involved in male sterility, an analysis of the pathways of DEPs was performed and predicted a total of 487 proteins in 175 metabolic pathways (Additional file 4 Table S4 ). There were 19 common pathways in three stages (Table 4) . Among those, four were phenylalanine-related pathways, a b namely, phenylpropanoid biosynthesis (ko00940); phenylalanine metabolism (ko00360); stilbenoid, diarylheptanoid, and gingerol biosynthesis (ko00945); and flavonoid biosynthesis (ko00941). Another four pathways also related to phenylalanine pathways were associated with numerous DEPs: phenylalanine, tyrosine, and tryptophan biosynthesis (ko00400); ubiquinone and other terpenoid-quinone biosynthesis (ko00130); TCA cycle (ko00020); and oxidative phosphorylation (ko00190). These eight pathways related to this process are described in a metabolic network (Fig. 6) . Phenylalanine was supplied to the network of the phenylpropanoid metabolism by pathway ko00400. Some phenylalanine enters ko00360, which enables the supply of fumarate and succinate to ko00020 and trans-cinnamate to ko00130. The rest of the phenylalanine enters ko00940, which supplies cinnamic acid and cinnamoyl-CoA to the downstream pathways ko00941, ko00945, and ko00130. (Fig. 7) .
Integrative analysis of transcriptome and proteome
An integrative analysis of transcriptome and proteome data was performed to identify the regulation of metabolism in microsporogenesis in MT and WT. The transcriptome data was obtained previously (https://www.ncbi.nlm.nih.gov/ bioproject/?term=PRJNA430695) from anthers at microsporocyte stage. Therefore, the proteome data at S3 stage (microsporocyte to meiosis) were drew out to compare with the previous transcriptome. In this connection, a total of 3809 proteins were used to analyze synthetically, and 2809 of them hit their corresponding mRNAs in the transcriptome. Among these, there were 1585 (56.4%) protein-mRNA pairs that showed a consistent trend in both transcriptome and proteome (Additional file 5 Table S5 ). Total of 2809 protein-mRNA pairs were divided into four categories based on the mRNA level (log2 FPKM ratios) and protein level (log1.2 iTRAQ ratios) expression profiles. Group I consisted of 2632 proteins showing no change between transcriptome and proteome. There were 12 proteins and 152 proteins changed either in the transcriptome or the proteome in Group III and Group IV, respectively. There were 13 differentially expressed proteins that showed a consistent trend in transcription and proteome in Group II. In general, the expression tendencies of all genes and all proteins were positively correlated, in which the correlation coefficient was 0.3414 (Fig. 8a) . Additionally, expression changes at transcript (log2 FPKM ratios) and protein (log1.2 iTRAQ ratios) levels were plotted for DEPs detected by proteome and their according genes, and the correlation coefficient was 0.5686 (Fig. 8b) . Correlative DEPs succeeded mapping to genes from RNA-Seq data were mainly involved in sporopollenin biosynthetic process, pollen exine formation, nuclear speck, and transcription coactivator activity (p-value< 0.01, Fig. 9 ). The enriched KEGG pathways included those related to metabolic pathways, such as phenylpropanoid biosynthesis (ko00940), plant-pathogen interaction (ko04626), sulfur metabolism (ko00920), ABC transporters (ko02010), flavonoid biosynthesis (ko00941), phenylalanine metabolism (ko00360), and starch and sucrose metabolism (ko00500) (p-value < 0.1, Fig. 10 ).
Pathways related to phenylpropanoid metabolism were also classified into four categories (Table 5) . Phenylpropanoid biosynthesis (ko00940) includes the most amount proteins and many DEPs in Group II and IV.
Discussion
The development of flower organs is a highly coordinated and irreversible phenomenon that involves a series of physiological, biochemical, and organoleptic changes [28] . In the present study, proteome profiling was employed to investigate the differences between the mutant type and its wild type by iTRAQ technologies, where there were 487 DEPs showing variations in abundance during pollen development in the mutant. Using previous transcriptome data obtained by RNASeq, an integrative analysis was conducted to reveal the crosstalk between the transcriptome and the proteome in the regulation of pollen development, especially regarding male sterility in the mutant. Pathway enrichment was analyzed to reveal the importance of phenylpropanoid metabolism in this context, which has been widely reported to be involved in male sterility in plants [37, 38] . Fig. 6 The protein abundance changes in the network of phenylpropanoid metabolism. S1, S2, S3 indicates the developmental stages of sporogonium, early microsporocyte and meiosis during microsporogenesis according to the length of floral bud, respectively. Enriched Pathways involved in phenylpropanoid metabolism were denoted as Ko group with color boxes: ko00020 (Citrate cycle), ko00130 (Ubiquinone and other terpenoidquinone biosynthesis), ko00195 (Photosynthesis), ko00360 (Phenylalanine metabolism), ko00400 (Phenylalanine, tyrosine and tryptophan biosynthesis), ko00940 (Phenylpropanoid biosynthesis), ko00941 (Flavonoid biosynthesis), ko00945 (Stilbenoid, diarylheptanoid and gingerol biosynthesis). Abundance changes of hit DEPs in the pathways were showed with red (up-regulated) and green (down-regulated) heat map when compared between MT and WT in each stage. Numbers 1-7 refer to the product generated from each relevant pathway Crosstalk between transcriptome and proteome responsible for male sterility
Integrative analysis of expressed genes and their cognate proteins improved our understanding of male sterility in the mutant. Four categories based on the mRNA level (log2 FPKM ratios) and protein level (log1.2 iTRAQ ratios) expression profiles were analyzed in detail. In general, there were 13 DEPs of which the expression was consistent with that of homologous DEGs in Group II (Fig. 8a) , which suggests that those affected biological processes or pathways might be responsible for the male sterility in the mutant. The involved biological processes include pollen development (Ciclev10028834m), ATPase activity (Ciclev10010223m), pollen exine formation (Ciclev10010274m), hydrolase activity (Ciclev10016019m), 4-coumarate-CoA ligase (Ciclev10031133m), and lipid binding (Ciclev10006307m). The formation of pollen floral organ development. Among these DEPs and DEGs, 4CL a b Fig. 8 Correlation analysis between changes on protein levels (log1.2 iTRAQ ratios) in stage 3 and transcript levels (log2 FPKM ratios) for MT over WT. a: All proteins and all corresponding genes. b: DEPs and corresponding genes Fig. 9 The statistics of GO enrichment for integrative analysis of all genes and differently expressed proteins. Numbers indicate amounts of proteins differently expressed matching cognate genes involved in relevant GO categories as a key enzyme in phenylpropanoid biosynthesis. qRT-PCR verification also showed that 4CL is up-regulated in early microsporocytes (Fig. 7c) . In rice, overexpression of the 4-coumarate-CoA ligase (4CL) related gene OsAAE3 resulted in an increase in the content of H 2 O 2 and led to programmed cell death (PCD) of the tapetum, which contributed to the suppression of floret development and decreased fertility rate of anther [52] . Male sterility is associated with premature or delayed PCD of the tapetum, which is the innermost layer of the anther and produces substantial nutrition for the development of microspore mother cell [53, 54] . Additionally, there were 12 genes assigned to Group III with expression changed at the transcript level and 152 genes changed at the peptide level (Group IV). Groups IV include many DEPs, such as peroxidase activity (Ciclev10001726m), lignin biosynthetic process (Ciclev10029158m) and cinnamyl-alcohol dehydrogenase activity (Ciclev10028718m). Lack of CCoAOMT (Ciclev10029158m) and CAD (Ciclev10028718m) impacts on lignification in the anther endothecium, which has been shown to be responsible for the failure of anther dehiscence and pollen release [41, 55] . The related genes were down-regulated in MT in the first two stages, as verified by qRT-PCR (Fig. 7d, m) . Moreover, we observed the failure of anther dehiscence and pollen release in MT by stereoscope ( Fig. 1c-d) . POD can prevent the excessive accumulation of MDA and ROS enzymes by decomposing H 2 O 2 into O 2 . Male sterility was reported to be due to dysfunction of the balance of POD content in floral organs [56] . POD is the last key enzyme in lignin synthesis, and down-regulated of Ciclev10001726m might ultimately influence lignin content in anther in 'Wuzi Ougan' before the tetrad stage in this research [57] (Fig. 7g) . This integrative analysis was focused on DEPs, and the genes associated with were according to the background of all genes obtained from transcriptome. However, the transcript levels indicated poorly their according proteins between MT and WT. Therefore, there were some possibilities for the inconsistent expression. It was possible that the materials used for sequencing were sampled from the same trees at different years. The expression levels between years changed to some extent. In addition to biological samplings, protein levels are regulated by posttranscriptional, translational, and posttranslational mechanisms, and feedback loops exist between the processes of mRNA translation and protein degradation [58] .
Potential pathways related to male sterility in 'Wuzi Ougan'
Genes and proteins revealed by the integrative analysis shown in Fig. 11 were particularly associated with phenylpropanoid biosynthesis (ko00940), and that these cooperated with other pathways as well as produced various secondary metabolites. Phenylpropanoid biosynthesis, which plays center role in the network of phenylpropanoid metabolism, is an important pathway involved in standing upright, longdistance transport of water [59] , leaf growth [60] and the development of floral organs [61] . Weaken activities of the enzymes associated with this pathway was proposed to male sterility [29] [30] [31] [32] . In this study, the expression of PALs was down-regulated in MT before the tetrad stage (Fig. 7a, b) . 4CL as a specific enzyme in ko00940 plays an irreplaceable role in this metabolic process [62] . As revealed by qRT-PCR analysis, the expression pattern of 4CL showed a sharp drop from microsporocyte to meiosis (Fig. 7c) . Different CoA was difficult to produce due to the lack of 4CL (Fig. 11) . The deficiency of this enzyme delayed phenylalanine usage for lignin synthesis and flavonoid biosynthesis, as well as resulted in male sterility [63] . Coumaroyl-CoA is converted to p-coumaroylCoA, caffeoyl-CoA, and feruloyl-CoA via a series of reactions catalyzed by 4CL, CYP98A3, and CCoAOMT (Fig. 11) . Accordingly, down-regulated expression of 4CL, CYP98A3 and CCoAOMT (Fig. 7c, f, m) in MT during the microsporocyte to meiosis, as well as shared situation of p-coumaroyl-CoA, caffeoyl-CoA, and feruloyl-CoA in pathways (including ko00940, ko00941, and ko00360), were presumably to interrupt pollen development due Fig. 11 The phenylpropanoid metabolism in detail. The arrow tip indicates orientation of the substance transformation. The capital words in red indicates the enzymes catalyzed in the relevant pathway. The products linked with pathways of up-and down-stream were showed in black boxes. Color ellipses with ko numbers indicated the names of the pathways, and the products involved in each pathway were surrounded by the dotted line in colors according to their color index. The color index of dotted lines was as following: dark red, pink, purple, blue, yellow indicates pathway of ko00940 (Phenylpropanoid biosynthesis), ko00945 (Stilbenoid, diarylheptanoid and gingerol biosynthesis), ko00941 (Flavonoid biosynthesis), ko00130 (Ubiquinone and other terpenoid-quinone biosynthesis) and ko00360 (Phenylalanine metabolism), respectively. Green was used to indicate the ko00020 (Citrate cycle), ko00400 (Phenylalanine, tyrosine and tryptophan biosynthesis) and ko00190 (Oxidative phosphorylation), respectively The abbreviations of enzyme are shown through overstriking. The underline expression satisfied with the standard of the differentially expression proteins to kinds of CoA deficiency. COMT and CCoAOMT are two anther-specific genes, CCoAOMT mainly plays a role in vascular tissues of young stamens, while COMT acts on the endothecium and the epidermal layer of stamens [55] . In fact, many genes involved in the network of phenylpropanoid metabolism efficiently expressed in anther or tapetum cells, such as PAL [34] [35] [36] , CHI [40] , CHS [38, 39] , COMT and CCoAOMT [55] . Those most widely reported sterile genes were CHS homologous genes (D5 [64] , YY2 [65] , LAP5/LAP6 [66] ). Furthermore, the CHS mutant was reported to change colors of anthers, for example, from yellow to white, and led to dysfunctional male sterility [39] . It was also reported that overexpression of the CHS gene leads to male sterility along with intense pigmentation on the surface of the anther [67] . Therefore, it is considered that suitable gene expression is a genetic buffering mechanism to ensure floral organ function and appearance throughout development [22] . In addition, there were two pathways, oxidation-reduction and TCA cycle, frequently reported in male sterility plants and involved in the network of phenylpropanoid metabolism. Mitochondria are necessary organelles for cellular energy production because they participate in many metabolic pathways including the pentose phosphate pathway (ko00030), oxidative phosphorylation (ko00195), and the TCA cycle (ko00020) [28] . Via the ko00360 pathway, phenylalanine is converted to fumarate, succinate, or trans-cinnamate, which can ensure the functioning of ko00020 and ko00195. In this study, numerous DEPs were enriched in these three pathways, which were down-regulated at the early stage of pollen development (Table 6 ).For example, PckA (Ciclev10025088m), as a key gene in ko00020, were down-regulated in MT (Fig. 7r) , which might influence the inversion of oxaloacetate to phosphoenolpyruvate [68] .
Three pathways (ko00940, ko00941, ko00360) were found to be enriched in the integrative analysis, which coordinately function in the regulatory network. Among them, the pathway of ko00940 and ko00360 produce substances and ATPs for microsporocytes (Fig. 11) . Interestingly, another pathway, ko00400, involved in primary metabolism was not enriched (Table 4) , and proposed an abundant of phenylalanine in MT. Therefore, the insufficiency or down-regulation of 4CL from microsporocyte stage to meiosis stage might result in disorder of ko00940 and ko00360, and subsequently led to dysfunction of the network of phenylpropanoid metabolism. Such important alterations of 4CL expression might contribute to the male sterility in MT.
It is extremely complicated to unravel the mechanism behind male sterility, and KEGG enrichment analysis has become essential to survey this issue [69, 70] . In the present study, we considered that disordered phenylpropanoid metabolism along with the pathways up-or downstreamed are the focus point of male sterility in 'Wuzi Ougan'.
Conclusion
This paper has presented a comprehensive analysis of male sterility in 'Wuzi Ougan' and its wild type. Through integrative transcriptome and proteome analysis, DEGs and DEPs were identified to be particularly associated with phenylpropanoid biosynthesis, flavonoid biosynthesis, and phenylalanine metabolism. Genes were analyzed by qRT-PCR to present their according proteins related to the phenylpropanoid metabolism. This study provides a deeper understanding of the mechanism behind male sterility in citrus as well as the bud mutant.
